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<210> 1 

<211> 1543 

<212> DNA 

<213> Mus musculus 

<220> 

<221> CDS 

<222> (44) . . (997) 

<223> mouse TGR18 G-protein coupled receptor (GPCR) 

<400> 1 

gctcctggca gagttttctg tcgagacaga agccgacagc agaatggcac agaatttatc 60 
ttgtgagaat tggttggcaa cagaggctat cttgaataag tactacctct ctgcatttta 120 
tgcaatcgag ttcatttttg gactgcttgg gaatgtcact gtggtgttcg gctacctctt 180 
ctgcatgaag aactggaaca gcagcaatgt ctatcttttt aacctttcca tctctgactt 240 
tgctttcctg tgcacccttc ccatcctgat aaagagttat gccaatgata aggggaccta 300 
tggagatgtt ctctgtataa gcaaccgata tgtgcttcac accaacctct acaccagcat 360 
cctcttcctc actttcatta gcatggaccg atatctgctc atgaagtacc ctttccgaga 420 
acactttcta caaaagaagg aatttgccat tttaatctcg ctggctgtct gggccttagt 4 80 
gaccttagaa gttctaccca tgctcacttt catcaattct gtcccaaaag aagagggcag 540 
taactgcatc gactatgcaa gttctggaaa ccctgaacac aatctcattt acagcctctg 600 
cctgactttg ttgggcttcc taattcctct ctctgtgatg tgcttcttct actacaagat 660 
ggtagtcttc ttaaagagga ggagccagca gcaagcaact gccctgccac tggacaaacc 720 
ccaacgcctg gtggtcctgg cggttgtgat cttctctata ctcttcacac cctatcatat 780 
catgcgcaat ttgaggatcg cctcacgcct ggatagttgg ccacaaggat gtacacagaa 840 
ggccatcaaa tctatataca cactgacacg gcctctggcc tttctgaaca gtgccatcaa 900 
tcccatcttc tacttcctca tgggagacca ttacagagag atgctgatta gtaagttcag 960 
acaatacttc aagtccctta catccttcag gacatgagct gctggatgca ggtcttcact 1020 
cagccaaaat gagacacttg ataaacagtg ctgtgcagtt gagttttaac taagtaaacc 1080 
accatttcta ggctttagct ttccaccatc ctccaacccc cagggctgga gtacaagctg 1140 
ggtccacatg aatcagaagg cagctctctg ttctgatttt aggttatacc cagagtatgg 1200 
aaaaaataag gcatgagaaa gcattgacat cttcacttaa gaactgaaca aaagagaaca 1260 
aatattgtca atgtttggac acttaggatc tgaaatcttg gaaattttaa gacctctttt 1320 
tctatcagtg taaaaggaat acaagatagc tagttgcaaa tgctgaatgc atttcatcat 1380 
tggtcaggtc gataagcgtg tttctgaaat agtcttattt ttattcttgt aatattaaaa 1440 
tttatgtgaa aaatgaatat aattcaatgt acaacattag attttctatt tgaaaattat 1500 
atttcttgaa aaaataactg ctgtgcctaa ataaatcaat ata 1543 
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<400> 3 

atggaggatc tctttagccc ctcaattctg 
ttgctgggct ggggtctcaa cctgaccttg 
agccgccgcg tccgcctggt gttcctgggg 
accacagtgc tgtgccgcct gtgcggcggc 
aagatggact tcctgctggt gcagctggcc 
gcgctgtcac agctggcctg ggaactgctg 
gcgtgccgct tcctgcagct gctgcaggca 
gtgctcatcg ccctcgagcg ccggcgcgcg 
gcgcgtgccc tcgccgccct gggctggctg 
ttcgtggtgc gcggggactc cccctcgccg 
cagccaggcg cgcccccggc cgcccgcgcc 
ttcgcgcccc tgccgcgctg gcacctgcag 
ttcgtcgcgc ctgttacggt cctgggcgtc 
cggcaccggc cgcaggcccc cgcggctgca 
cctgcgccca gcgcgctgcc ccgcgccaag 
gcgctgctgt tcgtgggctg cgagctgccc 
tcgtccgggc ccgcgggaga ctgggaggga 
gcgatggcca acagcgctct caatcccttc 
cggctccggc gacagctgcg gaagcggctg 
gcggaggacg aggaggggcc ccggggccac 
cctcattatc accatgctcg gcgggaaccg 
ccgcgcccca gacccctgcc ttgctcctgc 




ccgccggcgc ccaacatttc cgtgcccatc 60 
gggcaaggag cccctgcctc tgggccgccc 120 
gtcatcctgg tggtggcggt ggcaggcaac 180 
ggcgggccct gggcgggccc caagcgtcgc 240 
ctggcggacc tgtacgcgtg cgggggcacg 3 00 
ggcgagcccc gcgcggccac gggggacctg 360 
tccgggcggg gcgcctcggc ccacctcgtg 420 
gtgcgtcttc cgcacggccg gccgctgccc 480 
ctggcactgc tgctggcgct gcccccggcc 54 0 
ctgccgccgc cgccgccgcc aacgtccctg 600 
tggccggggg agcgtcgctg ccacgggatc 660 
gtctacgcgt tctacgaggc cgtcgcgggc 72 0 
gcttgcggcc acctactctc cgtctggtgg 780 
gcgccctggt cggcgagccc aggtcgagcc 84 0 
gtgcagagcc tgaagatgag cctgctgctg 900 
tactttgccg cccggctggc ggccgcgtgg 960 
gagggcctgt cggcggcgct gcgcgtggtg 102 0 
gtctacctct tcttccaggc gggcgactgc 1080 
ggctctctgt gctgcgcgcc gcagggaggc 114 0 
caggcgctct accgccaacg ctggccccac 1200 
ctggacgagg gcggcttgcg cccaccccct 1260 
gaaagtgcct tctag 13 05 



<210> 4 
<211> 434 
<212> PRT 

<213> Homo sapiens 
<220> 

<223> human TGR21 G-protein coupled receptor (GPCR) 
<400> 4 



Met 


Glu 


Asp 


Leu 


Phe 


Ser Pro 


Ser 


He 


Leu 


Pro 


Pro 


Ala 


Pro 


Asn 


He 


1 








5 








10 










15 




Ser 


Val 


Pro 


He 


Leu 


Leu Gly 


Trp 


Gly 


Leu 


Asn 


Leu 


Thr 


Leu 


Gly Gin 








20 








25 










30 






Gly 


Ala 


Pro 


Ala 


Ser 


Gly Pro 


Pro 


Ser 


Arg 


Arg 


Val 


Arg 


Leu 


Val 


Phe 






35 








40 










45 








Leu 


Gly 


Val 


He 


Leu 


Val Val 


Ala 


Val 


Ala 


Gly Asn Thr 


Thr 


Val 


Leu 




50 








55 










60 










Cys 


Arg 


Leu 


Cys 


Gly Gly Gly Gly 


Pro 


Trp 


Ala 


Gly 


Pro 


Lys 


Arg 


Arg 


65 










70 








75 










80 


Lys 


Met 


Asp 


Phe 


Leu 


Leu Val 


Gin 


Leu 


Ala 


Leu 


Ala 


Asp 


Leu 


Tyr 


Ala 










85 








90 










95 




Cys 


Gly 


Gly 


Thr 


Ala 


Leu Ser 


Gin 


Leu 


Ala 


Trp 


Glu 


Leu 


Leu 


Gly 


Glu 








100 








105 










110 




Pro 


Arg 


Ala 


Ala 


Thr 


Gly Asp 


Leu 


Ala 


Cys 


Arg 


Phe 


Leu 


Gin 


Leu 


Leu 






115 








120 










125 








Gin 


Ala 


Ser 


Gly 


Arg 


Gly Ala 


Ser 


Ala 


His 


Leu 


Val 


Val 


Leu 


He 


Ala 




130 








135 










140 










Leu 


Glu 


Arg 


Arg 


Arg 


Ala Val 


Arg 


Leu 


Pro 


His 


Gly Arg 


Pro 


Leu 


Pro 


145 










150 








155 










160 


Ala 


Arg 


Ala 


Leu 


Ala 


Ala Leu 


Gly 


Trp 


Leu 


Leu 


Ala 


Leu 


Leu 


Leu 


Ala 










165 








170 










175 




Leu 


Pro 


Pro 


Ala 


Phe 


Val Val 


Arg 


Gly 


Asp 


Ser 


Pro 


Ser 


Pro 


Leu 


Pro 








180 








185 










190 






Pro 


Pro 


Pro 


Pro 


Pro 


Thr Ser 


Leu 


Gin 


Pro 


Gly Ala 


Pro 


Pro 


Ala 


Ala 



195 200 205 



3 
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420 

Ala Phe 



<210> 5 

<211> 1266 

<212> DNA 

<213> Homo sapiens 



<220> 
<221> CDS 

SL-^O-Profin coupied receptor <CPCR) 

^accttctt catcatttga t^cca gtjct-t. gcaca .tea. tttatojct. 60^ 

agcactcgtg ttactttagc attttttatg tccttagtag cttt g aagtagttat 180 
aatgctttgg tcattttagc "ttgtggtg 9acaaaaacc tga ?ctccat tcctttgtac 240 
ttttttctta acttggccat ctctgacttc "tgtgggtg 9 tt ggctcact 300 

atccctcaca cgctgttcga atgggatttt ^aaggaaa 9 J ctatgatcga 360 

actgactatc tgttatgtac agcatctgta tataacat g atactggggt cttgaagatt „0 
tacctgtcag tctcaaatgc tgtgtcttat *9" tgaatgggcc aatgattcta 480 

gttactctga tggtggccgt "gggtgctg ^cttcttag 99^ ttcggaatgg 540 

gtttcagagt cttggaagga tgaaggtagt 9^gtgaac 99 agtcgcttat 600 

?acatccttg ccatcacatc attcttggaa "cgtgatcc «gtc * gccaaagc 6 60 

"ttcaacatga at.ttt.ttg g-g«tgtgg aagc* gate ^ctc^ 
catcctggac tgactgctgt =tcttccaac »t«gtgg ttcagagaga 7 80 

tcttcaagga gatctctttc tgcatcgaca ^ttcctg caatacaatt 840 

cagaggagaa agagtagtct catgttttcc ^agaacca 9 9 aagggaaca t 900 

gcttccaaaa tgggttcctt ctcccaatca 9^"ctgtag aggggttttt 960 

gttgaactgc ttagagccag gagattagee «9tcactgg ttcctcagca 1020 

Ictjtttgct gggctccata ttctctgttc jcaattgtcc «t caattccttt 10 80 

TtSftSc rtSfaS ftUSS SSctSc aaaaggcttt cttgaaaata U40 



4 




ttttgtataa aaaagcaacc tctaccatca 
caattttctc acctctgtaa attttagtct 
tttatc 




caacacagtc ggtcagtatc ttcttaaaga 1200 
caatctcacc taaatgaatc aggtctgccc 1260 

1266 



<210> 6 
<211> 390 
<212> PRT 

<213> Homo sapiens 
<220> 

<223> human TGR62 G-protein coupled receptor (GPCR) 
<400> 6 

Met Pro Asp Thr Asn Ser Thr He Asn Leu Ser Leu Ser Thr Arg Val 

15 10 15 

Thr Leu Ala Phe Phe Met Ser Leu Val Ala Phe Ala He Met Leu Gly 

20 25 30 

Asn Ala Leu Val He Leu Ala Phe Val Val Asp Lys Asn Leu Arg His 

35 40 45 

Arg Ser Ser Tyr Phe Phe Leu Asn Leu Ala He Ser Asp Phe Phe Val 

50 55 60 

Gly Val He Ser lie Pro Leu Tyr He Pro His Thr Leu Phe Glu Trp 
65 70 75 80 

Asp Phe Gly Lys Glu He Cys Val Phe Trp Leu Thr Thr Asp Tyr Leu 

85 90 95 

Leu Cys Thr Ala Ser Val Tyr Asn He Val Leu He Ser Tyr Asp Arg 

100 105 HO 

Tyr Leu Ser Val Ser Asn Ala Val Ser Tyr Arg Thr Gin His Thr Gly 

115 120 125 

Val Leu Lys He Val Thr Leu Met Val Ala Val Trp Val Leu Ala Phe 

130 135 140 

Leu Val Asn Gly Pro Met He Leu Val Ser Glu Ser Trp Lys Asp Glu 
145 150 155 160 

Gly Ser Glu Cys Glu Pro Gly Phe Phe Ser Glu Trp Tyr He Leu Ala 

165 170 175 

He Thr Ser Phe Leu Glu Phe Val He Pro Val He Leu Val Ala Tyr 

180 185 190 

Phe Asn Met Asn He Tyr Trp Ser Leu Trp Lys Arg Asp His Leu Ser 

195 200 205 

Arg Cys Gin Ser His Pro Gly Leu Thr Ala Val Ser Ser Asn He Cys 

210 215 220 

Gly His Ser Phe Arg Gly Arg Leu Ser Ser Arg Arg Ser Leu Ser Ala 
225 230 235 240 

Ser Thr Glu Val Pro Ala Ser Phe His Ser Glu Arg Gin Arg Arg Lys 

245 250 255 

Ser Ser Leu Met Phe Ser Ser Arg Thr Lys Met Asn Ser Asn Thr He 

260 265 270 

Ala Ser Lys Met Gly Ser Phe Ser Gin Ser Asp Ser Val Ala Leu His 

275 280 285 

Gin Arg Glu His Val Glu Leu Leu Arg Ala Arg Arg Leu Ala Lys Ser 

290 295 300 

Leu Ala lie Leu Leu Gly Val Phe Ala Val Cys Trp Ala Pro Tyr Ser 
305 310 315 320 

Leu Phe Thr lie Val Leu Ser Phe Tyr Ser Ser Ala Thr Gly Pro Lys 

325 330 335 

Ser Val Trp Tyr Arg He Ala Phe Trp Leu Gin Trp Phe Asn Ser Phe 

340 345 350 

Val Asn Pro Leu Leu Tyr Pro Leu Cys His Lys Arg Phe Gin Lys Ala 
355 360 365 



5 




Ser 


Asn 


Cys 


Ala 


Arg 


Arg 


Ala 


Pro Gly 


Pro 


Pro 


Ser Asp 


Thr 


Phe 


Val 


65 










70 










75 










80 


Phe 


Asn 


Leu 


Ala 


Leu 


Ala 


Asp 


Leu Gly 


Leu 


Ala 


Leu 


Thr 


Leu 


Pro 


Phe 










85 










90 










95 




Trp 


Ala 


Ala 


Glu 


Ser 


Ala 


Leu 


Asp 


Pne 


His 


Trp 


Pro 


Pne 


Gly 


Gly 


Ala 








100 










105 










11U 






Leu 


Cys 


Lys 


Met 


Val 


Leu 


Thr 


Ala 


Thr 


Val 


Leu 


Asn 


Val 


Tyr 


Ala 


Ser 






115 










120 










125 








lie 


Phe 


Leu 


lie 


Thr 


Ala 


Leu 


Ser 


val 


Ala Arg 


Tyr 


Trp 


Val 


val 


Ala 




13 0 










lib 










14 0 










Met 


Ala 


Ala 


Gly 


Pro 


Gly 


Thr 


His 


Leu 


Ser 


Leu 


Pne 


Trp 


Ala 


Arg 


lie 


145 










150 










155 










160 


Ala 


Thr 


Leu 


Ala 


Val 


Trp 


Ala 


Ala 


TV 1 — 

Ala 


Ala 


Leu 


Val 


Thr 


Val 


Pro 


Thr 










165 










170 










175 




Ala 


Val 


Phe 


Gly 


Val 


Glu 


Gly 


Glu 


Val 


Cys 


Gly 


Val 


Arg 


Leu 


Cys 


Leu 








180 










185 










190 






Leu 


Arg 


Phe 


Pro 


Ser 


Arg 


Tyr 


Trp 


Leu 


Gly Ala 


Tyr 


Gin 


Leu 


Gin 


Arg 






195 










200 










205 








Val 


Val 


Leu 


Ala 


Phe 


Met 


Val 


Pro 


Leu 


Gly Val 


He 


Thr 


Thr 


Ser 


Tyr 




210 










215 










220 










Leu 


Leu 


Leu 


Leu 


Ala 


Phe 


Leu 


Gin 


Arg 


Arg 


Gin 


Arg 


Arg 


Arg 


Gin 


Asp 


225 










2 3 0 










235 










240 


Ser 


Arg 


Val 


Val 


Ala 


Arg 


Ser 


Val 


Arg 


He 


Leu 


Val 


Ala 


Ser 


Phe 


Phe 










245 










250 










255 




Leu 


Cys 


Trp 


Phe 


Pro 


Asn 


His 


Val 


Val 


Thr 


Leu 


Trp 


Gly 


Val 


Leu 


Val 








260 










265 










2 7 0 






Lys 


Phe 


Asp 


Leu 


Val 


Pro 


Trp 


Asn 


Ser 


Thr 


Phe 


Tyr 


Thr 


He 


Gin 


Thr 






275 










280 










285 








Tyr 


Val 


Phe 


Pro 


Val 


Thr 


Thr 


Cys 


Leu 


Ala 


His 


Ser 


Asn 


Ser 


Cys 


Leu 




2 90 










2 95 










300 










Asn 


Pro 


Val 


Leu 


Tyr 


Cys 


Leu 


Leu Arg Arg 


Glu 


Pro Arg 


Gin 


Ala 


Leu 


305 










310 










315 










320 


Ala 


Gly 


Thr 


Phe 


Arg 


Asp 


Leu 


Arg 


Ser Arg 


Leu 


Trp 


Pro 


Gin 


Gly 


Gly 




















330 










J J J 




Gly 


Trp 


Val 


Gin 


Gin 


Val 


Ala 


Leu 


Lys 


Gin 


Val 


Gly Arg 


Arg 


Trp 


Val 








340 










345 










350 






Ala 


Ser 


Asn 


Pro 


Arg 


Glu 


Ser 


Arg 


Pro 


Ser 


Thr 


Leu 


Leu 


Thr 


Asn 


Leu 






355 










360 










365 








Asp 


Arg 


Gly 


Thr 


Pro 


Gly 























370 



<210> 9 
<211> 1465 
<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 

<222> (93) . . (1217) 

<223> human TGR130.2 G-protein coupled receptor (GPCR) 



<400> 9 

gcctccttcc 

ttctcagcac 

cacccacatt 

cgatgcctgt 

gggccattgg 

gagcccctgg 

tggcactcac 

gaggtgccct 



tagagccttc 
caccaatctc 
cttctgggcc 
caaattccta 
cttgctggga 
cccaccttca 
tctccccttt 
ctgcaagatg 



agtggcctct 
tgatgccctg 
aatgcctccg 
gccctgaggc 
aatttggcgg 
gacaccttcg 
tgggcagccg 
gttctgacgg 



gccagtctgg 
cgatgcccac 
gaggcagtgt 
tcatggttgc 
tgctgtgggt 
tcttcaacct 
agtcggcact 
ccactgtcct 



cagacacttg 
actcaatact 
gctgagtgct 
cctggcctat 
actgagtaac 
ggctctggcg 
ggactttcac 
caacgtctat 



cagacctctc 60 
tctgcctctc 120 
gatgatgctc 180 
gggcttgtgg 240 
tgtgcccgga 300 
gacctgggac 3 60 
tggcccttcg 420 
gccagcatct 480 




tcctcatcac agcgctgagc gttgctcgct 
gcacccacct ctcactcttc tgggcccgaa 
ccctggtgac ggtgcccaca gctgtcttcg 
tttgcctgct gcgtttcccc agcaggtact 
tgctggcttt catggtgccc ttgggcgtca 
tcctgcagcg gcggcaacgg cggcggcagg 
tcctggtggc ttccttcttc ctctgctggt 
tcctggtgaa gtttgacctg gtgccctgga 
tcttccctgt cactacttgc ttggcacaca 
gtctcctgag gcgggagccc cggcaggctc 
ggctgtggcc ccagggcgga ggctgggtgc 
99tgggtcgc aagcaacccc cgggagagcc 
9 a 999 acacc cgggtgaagg gcgcaagctg 
tgtaggatcc ttgagtcctg gggagaagct 
ggaaaagtct gatctttgat ccccaactct 
agatcagagc tggatgtgac aaagcttaag 
ctgagaataa acctctggat tatcc 




actgggtggt ggccatggct gcggggccag 54 0 
tagccaccct ggcagtgtgg gcggcggctg 600 
999tggaggg tgaggtgtgt ggtgtgcgcc 660 
ggctgggggc ctaccagctg cagagggtgg 72 0 
tcaccaccag ctacctgctg ctgctggcct 780 
acagcagggt cgtggcccgc tctgtccgca 84 0 
ttcccaacca tgtggtcact ctctggggtg 900 
acagtacttt ctatactatc cagacgtatg 960 
gcaatagctg cctcaaccct gtgctgtact 1020 
tggcaggcac cttcagggat ctgcggttga 1080 
aacaggtggc cctaaagcag gtaggcaggc 114 0 
gcccttctac cctgctcacc aacctggaca 1200 
aacacactcc tctttctgag atccaccaag 1260 
gccctctctg ccaggctgca gtgccctcag 1320 
gggtgtggtg aatgggggag gcgggggctc 1380 
tctttatttg gagatgggaa agaagaggat 144 0 

1465 



<210> 10 
<211> 374 
<212> PRT 

<213> Homo sapiens 
<220> 

<223> human TGR130.2 G-protein coupled receptor (GPCR) 



<400> 10 



Met 


Pro 


Thr 


Leu 


Asn 


Thr 


Ser 


Ala 


Ser 


Pro 


Pro 


Thr 


Phe 


Phe 


Trp 


Ala 


1 








5 










10 










15 




Asn 


Ala 


Ser 


Gly 


Gly 


Ser 


Val 


Leu 


Ser 


Ala 


Asp 


Asp 


Ala 


Pro 


Met 


Pro 








20 










25 










30 






Val 


Lys 


Phe 


Leu 


Ala 


Leu 


Arg 


Leu 


Met 


Val 


Ala 


Leu 


Ala 


Tyr 


Gly 


Leu 






35 










40 










45 








Val 


Gly 


Ala 


He 


Gly 


Leu 


Leu 


Gly 


Asn 


Leu 


Ala 


Val 


Leu 


Trp 


Val 


Leu 




50 










55 










60 










Ser 


Asn 


Cys 


Ala 


Arg 


Arg 


Ala 


Pro 


Gly 


Pro 


Pro 


Ser 


Asp 


Thr 


Phe 


Val 


65 










70 










75 










80 


Phe 


Asn 


Leu 


Ala 


Leu 


Ala 


Asp 


Leu 


Gly 


Leu 


Ala 


Leu 


Thr 


Leu 


Pro 


Phe 










85 










90 










95 




Trp 


Ala 


Ala 


Glu 


Ser 


Ala 


Leu 


Asp 


Phe 


His 


Trp 


Pro 


Phe 


Gly Gly Ala 








100 










105 










110 






Leu 


Cys 


Lys 


Met 


Val 


Leu 


Thr 


Ala 


Thr 


Val 


Leu 


Asn 


Val 


Tyr 


Ala 


Ser 






115 










120 










125 








lie 


Phe 


Leu 


He 


Thr 


Ala 


Leu 


Ser 


Val 


Ala 


Arg 


Tyr 


Trp 


Val 


Val 


Ala 




130 










135 










140 










Met 


Ala 


Ala 


Gly 


Pro 


Gly 


Thr 


His 


Leu 


Ser 


Leu 


Phe 


Trp 


Ala 


Arg 


He 


145 










150 










155 










160 


Ala 


Thr 


Leu 


Ala 


Val 


Trp 


Ala 


Ala 


Ala 


Ala 


Leu 


Val 


Thr 


Val 


Pro 


Thr 










165 










170 










175 




Ala 


Val 


Phe 


Gly 


Val 


Glu 


Gly 


Glu 


Val 


Cys 


Gly 


Val 


Arg 


Leu 


Cys 


Leu 








180 










185 










190 






Leu 


Arg 


Phe 


Pro 


Ser 


Arg 


Tyr 


Trp 


Leu 


Gly 


Ala 


Tyr 


Gin 


Leu 


Gin 


Arg 






195 










200 










205 








Val 


Val 


Leu 


Ala 


Phe 


Met 


Val 


Pro 


Leu 


Gly 


Val 


He 


Thr 


Thr 


Ser 


Tyr 




210 










215 










220 








Leu 


Leu 


Leu 


Leu 


Ala 


Phe 


Leu 


Gin 


Arg 


Arg 


Gin 


Arg 


Arg 


Arg 


Gin 


Asp 


225 










230 










235 










240 


Ser 


Arg 


Val 


Val 


Ala 


Arg 


Ser 


Val 


Arg 


He 


Leu 


Val 


Ala 


Ser 


Phe 


Phe 










245 










250 










255 
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Leu Cys Trp Phe Pro Asn His Val Val Thr Leu Trp Gly Val Leu Val 

260 265 270 

Lys Phe Asp Leu Val Pro Trp Asn Ser Thr Phe Tyr Thr lie Gin Thr 

275 280 285 

Tyr Val Phe Pro Val Thr Thr Cys Leu Ala His Ser Asn Ser Cys Leu 

290 295 300 

Asn Pro Val Leu Tyr Cys Leu Leu Arg Arg Glu Pro Arg Gin Ala Leu 
305 310 315 320 

Ala Gly Thr Phe Arg Asp Leu Arg Leu Arg Leu Trp Pro Gin Gly Gly 

325 330 335 

Gly Trp Val Gin Gin Val Ala Leu Lys Gin Val Gly Arg Arg Trp Val 

340 345 350 

Ala Ser Asn Pro Arg Glu Ser Arg Pro Ser Thr Leu Leu Thr Asn Leu 

355 360 365 

Asp Arg Gly Thr Pro Gly 
370 



<210> 11 

<211> 1356 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> CDS 

<222> (1) . . (1356) 

<223> human TGR213 G-protein coupled receptor (GPCR) 
<400> 11 

atggagtcct cacccatccc ccagtcatca gggaactctt ccactttggg gagggtccct 60 
caaaccccag gtccctctac tgccagtggg gtcccggagg tggggctacg ggatgttgct 12 0 
tcggaatctg tggccctctt cttcatgctc ctgctggact tgactgctgt ggctggcaat 180 
gccgctgtga tggccgtgat cgccaagacg cctgccctcc gaaaatttgt cttcgtcttc 240 
cacctctgcc tggtggacct gctggctgcc ctgaccctca tgcccctggc catgctctcc 300 
agctctgccc tctttgacca cgccctcttt ggggaggtgg cctgccgcct ctacttgttt 360 
ctgagcgtgt gctttgtcag cctggccatc ctctcggtgt cagccatcaa tgtggagcgc 42 0 
tactattacg tagtccaccc catgcgctac gaggtgcgca tgacgctggg gctggtggcc 480 
tctgtgctgg tgggtgtgtg ggtgaaggcc ttggccatgg cttctgtgcc agtgttggga 54 0 
agggtctcct gggaggaagg agctcccagt gtccccccag gctgttcact ccagtggagc 600 
cacagtgcct actgccagct ttttgtggtg gtctttgctg tcctttactt tctgttgccc 660 
ctgctcctca tacttgtggt ctactgcagc atgttccgag tggcccgcgt ggctgccatg 72 0 
cagcacgggc cgctgcccac gtggatggag acaccccggc aacgctccga atctctcagc 780 
agccgctcca cgatggtcac cagctcgggg gccccccaga ccaccccaca ccggacgttt 840 
gggggaggga aagcagcagt ggttctcctg gctgtggggg gacagttcct gctctgttgg 900 
ttgccctact tctctttcca cctctatgtt gccctgagtg ctcagcccat ttcaactggg 960 
caggtggaga gtgtggtcac ctggattggc tacttttgct tcacttccaa ccctttcttc 1020 
tatggatgtc tcaaccggca gatccggggg gagctcagca agcagtttgt ctgcttcttc 1080 
aagccagctc cagaggagga gctgaggctg cctagccggg agggctccat tgaggagaac 114 0 
ttcctgcagt tccttcaggg gactggctgt ccttctgagt cctgggtttc ccgaccccta 1200 
cccagcccca agcaggagcc acctgctgtt gactttcgaa tcccaggcca gatagctgag 12 60 
gagacctctg agttcctgga gcagcaactc accagcgaca tcatcatgtc agacagctac 1320 
ctccgtcctg ccgcctcacc ccggctggag tcatga 1356 



<210> 12 
<211> 451 
<212> PRT 

<213> Homo sapiens 
<220> 

<223> human TGR213 G-protein coupled receptor (GPCR) 
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<400> 12 



Met 
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Ser 


Pro 


He 


Pro 


Gin 


Ser 


Ser Gly Asn Ser 


Ser 


Thr 
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5 










10 










15 




Gly 


Arg 


Val 


Pro 


Gin 


Thr 


Pro 


Gly 


Pro 


Ser 


Thr 


Ala 


Ser 


Gly 


Val 


Pro 








20 










25 










30 






Glu 


Val 


Gly 


Leu 


Arg 


Asp 


Val 


Ala 


Ser 


Glu 


Ser 


Val 


Ala 


Leu 


Phe 


Phe 






35 










40 










45 








Met 


Leu 


Leu 


Leu 


Asp 


Leu 


Thr 


Ala 


Val 


Ala 


Gly Asn Ala 


Ala 


Val 


Met 




50 










55 










60 










Ala 


Val 


He 


Ala 


Lys 


Thr 


Pro 


Ala 


Leu 


Arg 


Lys 


Phe 


Val 


Phe 


Val 


Phe 


65 










70 










75 










80 


His 


Leu 


Cys 


Leu 


Val 


Asp 


Leu 


Leu 


Ala 


Ala 


Leu 


Thr 


Leu 


Met 


Pro 


Leu 










85 










90 










95 




Ala 


Met 


Leu 


Ser 


Ser 


Ser 


Ala 


Leu 


Phe 


Asp 


His 


Ala 


Leu 


Phe 


Gly Glu 








100 










105 










110 






Val 


Ala 


Cys 


Arg 


Leu 


Tyr 


Leu 


Phe 


Leu 


Ser 


Val 


Cys 


Phe 


Val 


Ser 


Leu 






115 










120 










125 








Ala 


He 


Leu 


Ser 


Val 


Ser 


Ala 


He 


Asn 


Val 


Glu 


Arg 


Tyr 


Tyr 


Tyr 


Val 




130 










135 










140 










Val 


His 


Pro 


Met 


Arg 


Tyr 


Glu 


Val 


Arg 


Met 


Thr 


Leu 


Gly 


Leu 


Val 


Ala 


145 










150 










155 










160 


Ser 


val 


Leu 


Val 


Gly 


Val 


Trp 


Val 


Lys 


Ala 


Leu 


Ala 


Met 


Ala 


Ser 


Val 










165 










170 










175 




Pro 


Val 


Leu 


Gly Arg 


Val 


Ser 


Trp 


Glu 


Glu Gly Ala 


Pro 


Ser 


Val 


Pro 








180 










185 










190 






Pro 


Gly 


Cys 


Ser 


Leu 


Gin 


Trp 


Ser 


His 


Ser 


Ala 


Tyr 


Cys 


Gin 


Leu 


Phe 






195 










200 










205 








Val 


Val 


Val 


Phe 


Ala 


Val 


Leu 


Tyr 


Phe 


Leu 


Leu 


Pro 


Leu 


Leu 


Leu 


He 




210 










215 










220 










Leu 


Val 


Val 


Tyr 


Cys 


Ser 


Met 


Phe 


Arg 


Val 


Ala 


Arg 


Val 


Ala 


Ala 


Met 


225 










230 










235 










240 


Gin 


His 


Gly 


Pro 


Leu 


Pro 


Thr 


Trp 


Met 


Glu 


Thr 


Pro 


Arg 


Gin 


Arg 


Ser 










245 










250 










255 




Glu 


Ser 


Leu 


Ser 


Ser 


Arg 


Ser 


Thr 


Met 


Val 


Thr 


Ser 


Ser 


Gly 


Ala 


Pro 








260 










265 










270 






Gin 


Thr 


Thr 


Pro 


His 


Arg 


Thr 


Phe 


Gly 


Gly Gly Lys 


Ala 


Ala 


Val 


Val 






275 










280 










285 








Leu 


Leu 


Ala 


Val 


Gly 


Gly 


Gin 


Phe 


Leu 


Leu 


Cys 


Trp 


Leu 


Pro 


Tyr 


Phe 




290 










295 










300 










Ser 


Phe 


His 


Leu 


Tyr 


Val 


Ala 


Leu 


Ser 


Ala 


Gin 


Pro 


He 


Ser 


Thr 


Gly 


305 










310 










315 










320 


Gin 


Val 


Glu 


Ser 


Val 


Val 


Thr 


Trp 


He 


Gly Tyr 


Phe 


Cys 


Phe 


Thr 


Ser 










325 










330 










335 




Asn 


Pro 


Phe 


Phe 


Tyr 


Gly 


Cys 


Leu 


Asn 


Arg 


Gin 


He 


Arg 


Gly 


Glu 


Leu 








340 










345 










350 






Ser 


Lys 


Gin 


Phe 


Val 


Cys 


Phe 


Phe 


Lys 


Pro 


Ala 


Pro 


Glu 


Glu 


Glu 


Leu 






355 










360 










365 








Arg 


Leu 


Pro 


Ser 


Arg 


Glu 


Gly 


Ser 


He 


Glu 


Glu 


Asn 


Phe 


Leu 


Gin 


Phe 




370 










375 










380 










Leu 


Gin 


Gly 


Thr Gly 


Cys 


Pro 


Ser 


Glu 


Ser 


Trp 


Val 


Ser 


Arg 


Pro 


Leu 


385 










390 










395 










400 


Pro 


Ser 


Pro 


Lys 


Gin 


Glu 


Pro 


Pro 


Ala 


Val 


Asp 


Phe 


Arg 


He 


Pro 


Gly 










405 










410 










415 




Gin 


He 


Ala 


Glu 


Glu 


Thr 


Ser 


Glu 


Phe 


Leu 


Glu 


Gin 


Gin 


Leu 


Thr 


Ser 








420 










425 










430 






Asp 


He 


He 


Met 


Ser 


Asp 


Ser 


Tyr 


Leu 


Arg 


Pro 


Ala 


Ala 


Ser 


Pro 


Arg 






435 










440 










445 









Leu Glu Ser 



450 
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<210> 13 

<211> 1197 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> CDS 

<222> (1) . . (1197) 

<223> human EDG (hEDG) receptor G-protein coupled receptor (GPCR) 
<400> 13 

atggagtcgg ggctgctgcg gccggcgccg gtgagcgagg tcatcgtcct gcattacaac 60 
tacaccggca agctccgcgg tgcgcgctac cagccgggtg ccggcctgcg cgccgacgcc 120 
gtggtgtgcc tggcggtgtg cgccttcatc gtgctagaga atctagccgt gttgttggtg 180 
ctcggacgcc acccgcgctt ccacgctccc atgttcctgc tcctgggcag cctcacgttg 24 0 
tcggatctgc tggcaggcgc cgcctacgcc gccaacatcc tactgtcggg gccgctcacg 3 00 
ctgaaactgt cccccgcgct ctggttcgca cgggagggag gcgtcttcgt ggcactcact 360 
gcgtccgtgc tgagcctcct ggccatcgcg ctggagcgca gcctcaccat ggcgcgcagg 420 
gggcccgcgc ccgtctccag tcgggggcgc acgctggcga tggcagccgc ggcctggggc 480 
gtgtcgctgc tcctcgggct cctgccagcg ctgggctgga attgcctggg tcgcctggac 540 
gcttgctcca ctgtcttgcc gctctacgcc aaggcctacg tgctcttctg cgtgctcgcc 600 
ttcgtgggca tcctggccgc tatctgtgca ctctacgcgc gcatctactg ccaggtacgc 660 
gccaacgcgc ggcgcctgcc ggcacggccc gggactgcgg ggaccacctc gacccgggcg 72 0 
cgtcgcaagc cgcgctcgct ggccttgctg cgcacgctca gcgtggtgct cctggccttt 780 
gtggcatgtt ggggccccct cttcctgctg ctgttgctcg acgtggcgtg cccggcgcgc 840 
acctgtcctg tactcctgca ggccgatccc ttcctgggac tggccatggc caactcactt 900 
ctgaacccca tcatctacac gctcaccaac cgcgacctgc gccacgcgct cctgcgcctg 960 
gtctgctgcg gacgccactc ctgcggcaga gacccgagtg gctcccagca gtcggcgagc 102 0 
gcggctgagg cttccggggg cctgcgccgc tgcctgcccc cgggccttga tgggagcttc 1080 
agcggctcgg agcgctcatc gccccagcgc gacgggctgg acaccagcgg ctccacaggc 1140 
agccccggtg cacccacagc cgcccggact ctggtatcag aaccggctgc agactga 1197 



<210> 14 

<211> 398 

<212> PRT 

<213> Homo sapiens 

<220> 

<223> human EDG (hEDG) receptor G-protein coupled receptor (GPCR) 



<400> 14 
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Tyr 
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20 


Tyr 


Thr 


Gly 


Lys 
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25 


Arg 


Gly 


Ala 


Arg 


Tyr 
30 


Gin 


Pro 


Gly 


Ala 


Gly 
35 


Leu 


Arg 


Ala 


Asp 


Ala 
40 


Val 


Val 


Cys 


Leu 


Ala 
45 


Val 


Cys 


Ala 


Phe 


He 
50 


Val 


Leu 


Glu 


Asn 


Leu 
55 


Ala 


Val 


Leu 


Leu 


Val 
60 


Leu 


Gly 


Arg 


His 


Pro 


Arg 


Phe 


His 


Ala 


Pro 


Met 


Phe 


Leu 


Leu 


Leu 


Gly 


Ser 


Leu 


Thr 


Leu 


65 










70 










75 










80 


Ser 


Asp 


Leu 


Leu 


Ala 
85 


Gly 


Ala 


Ala 


Tyr 


Ala 
90 


Ala 


Asn 


He 


Leu 


Leu 
95 


Ser 


Gly 


Pro 


Leu 


Thr 
100 


Leu 


Lys 


Leu 


Ser 


Pro 
105 


Ala 


Leu 


Trp 


Phe 


Ala 
110 


Arg 


Glu 


Gly 


Gly 


Val 
115 


Phe 


Val 


Ala 


Leu 


Thr 
120 


Ala 


Ser 


Val 


Leu 


Ser 
125 


Leu 


Leu 


Ala 


He 


Ala 
130 


Leu 


Glu 


Arg 


Ser 


Leu 
135 


Thr 


Met 


Ala 


Arg 


Arg 
140 


Gly 


Pro 


Ala 


Pro 
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Val 


Ser 


Ser 


Arg 


Gly Arg Thr Leu Ala Met 


Ala 


Ala 


Ala 


Ala 


Trp 


Gly 


145 










150 










155 










160 


Val 


Ser 


Leu 


Leu 


Leu Gly Leu 


Leu 


Pro 


Ala 


Leu Gly Trp Asn Cys 


Leu 
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170 










175 




Gly Arg 


Leu 


Asp 


Ala 


Cvs 


Ser 


Thr 


Val 


Leu 


Pro 


Leu 


Tyr 


Ala 


Lvs 


Ala 








180 










185 










190 






Tyr 


Val 


Leu 


Phe 


Cvs 


Val 


Leu 


Ala 


Phe 


Val 


Glv 


He 


Leu 


Ala 


Ala 


He 






195 
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205 
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Ala 


Leu 


Tyr 


Ala 


Arq 


He 


Tyr 


Cys 


Gin 


Val 


Ara 


Ala 


Asn 


Ala 


Arg 




210 










215 










220 










Arg 


Leu 


Pro 


Ala 


Arg 


Pro 


Gly Thr Ala 


Gly 


Thr 


Thr 


Ser 


Thr 


Ara 


Ala 


225 










230 










235 










240 


Arg Arg 


Lys 
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Arg 


Ser 


Leu 
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Leu 


Leu 


Ara 


Thr 


Leu 


Ser 


Val 
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245 










250 










255 




Leu 


Leu 


Ala 


Phe 


Val 


Ala 


Cys 


Trp 


Gly 


Pro 


Leu 


Phe 


Leu 


Leu 


Leu 


Leu 








260 










265 










270 






Leu 
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Val 
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Pro 


Ala 


Arg 


Thr 


Cys 


Pro 


Val 


Leu 


Leu 


Gin 


Ala 
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280 
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Phe 


Leu 
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Met 
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Asn 
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Leu 


Leu 


Asn 


Pro 


He 




290 










295 










300 










He 
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Thr 


Leu 


Thr 


Asn 
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His 
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Leu 


Leu 


Ara 
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305 
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Val 
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Cys 


Gly 


Arg 


His 


Ser 


Cys 


Gly Arg 
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Ser 


Gly 
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Gin 










325 










330 










335 




Gin 


Ser 


Ala 


Ser 


Ala 
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Glu 


Ala 


Ser 


Gly 


Gly Leu Arg Arg 


Cys 


Leu 








340 
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350 
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Pro 


Gly 


Leu 
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Gly 
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Phe 


Ser Gly 


Ser 


Glu 


Arg 


Ser 


Ser 


Pro 
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Gin 


Arg Asp Gly 


Leu 
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Thr 
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Gly Ser 
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Pro 


Gly 


Ala 
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Thr 


Ala 
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Arg 
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385 390 395 



<210> 15 
<211> 1152 
<212> DNA 

<213> Homo sapiens 

<220> 

<221> CDS 

<222> (1) . . (1152) 

<223> human TGR92 G-protein coupled receptor (GPCR) 
<400> 15 

atggaacttc ataacctgag ctctccatct ccctctctct cctcctctgt tctccctccc 60 
tccttctctc cctcaccctc ctctgctccc tctgccttta ccactgtggg ggggtcctct 120 
ggagggccct gccaccccac ctcttcctcg ctggtgtctg ccttcctggc accaatcctg 180 
gccctggagt ttgtcctggg cctggtgggg aacagtttgg ccctcttcat cttctgcatc 240 
cacacgcggc cctggacctc caacacggtg ttcctggtca gcctggtggc cgctgacttc 3 00 
ctcctgatca gcaacctgcc cctccgcgtg gactactacc tcctccatga gacctggcgc 360 
tttggggctg ctgcctgcaa agtcaacctc ttcatgctgt ccaccaaccg cacggccagc 420 
gttgtcttcc tcacagccat cgcactcaac cgctacctga aggtggtgca gccccaccac 480 
gtgctgagcc gtgcttccgt gggggcagct gcccgggtgg ccgggggact ctgggtgggc 54 0 
atcctgctcc tcaacgggca cctgctcctg agcaccttct ccggcccctc ctgcctcagc 600 
tacagggtgg gcacgaagcc ctcggcctcg ctccgctggc accaggcact gtacctgctg 660 
gagttcttcc tgccactggc gctcatcctc tttgctattg tgagcattgg gctcaccatc 720 
cggaaccgtg gtctgggcgg gcaggcaggc ccgcagaggg ccatgcgtgt gctggccatg 780 
gtggtggccg tctacaccat ctgcttcttg cccagcatca tctttggcat ggcttccatg 840 
gtggctttct ggctgtccgc ctgccgatcc ctggacctct gcacacagct cttccatggc 900 
tccctggcct tcacctacct caacagtgtc ctggaccccg tgctctactg cttctctagc 960 



12 




cccaacttcc tccaccagag ccgggccttg ctgggcctca cgcggggccg gcagggccca 102 0 
gtgagcgacg agagctccta ccaaccctcc aggcagtggc gctaccggga ggcctctagg 1080 
aaggcggagg ccatagggaa gctgaaagtg cagggcgagg tctctctgga aaaggaaggc 1140 
tcctcccagg gc 1152 



<210> 16 
<211> 384 
<212> PRT 

<213> Homo sapiens 
<220> 

<223> human TGR92 G-protein coupled receptor (GPCR) 
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Leu 
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Leu 
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Leu 


Ara 


Val 


Asp 
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100 










105 










110 






Tyr 


Leu 


Leu 


His 


Glu 


Thr 


Trp 


Arg 


Phe 


Gly Ala 


Ala 


Ala 
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Lys 


Val 
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120 










125 








Asn 


Leu 


Phe 


Met 


Leu 


Ser 


Thr 


Asn 


Ara 


Thr 


Ala 


Ser 


Val 


Val 


Phe 


Leu 




130 










135 










140 










Thr 


Ala 


He 
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Leu 


Asn 


Arg 


Tyr 


Leu 


Lys 


Val 


Val 
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Pro 


His 
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145 
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Val 
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Val 
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Leu 




210 
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220 
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Leu 
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He 
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He 
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Arg 
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Met 


Arg 










245 










250 










255 




Val 


Leu 


Ala 


Met 


Val 


Val 


Ala 


Val 


Tyr 


Thr 


lie 


Cys 


Phe 


Leu 


Pro 


Ser 








260 










265 










270 






He 


He 


Phe 


Gly 


Met 


Ala 


Ser 


Met 


Val 


Ala 


Phe 


Trp 


Leu 


Ser 


Ala 


Cys 






275 










280 










285 








Arg 


Ser 


Leu 


Asp 


Leu 


Cys 


Thr 


Gin 


Leu 


Phe 


His 


Gly 


Ser 


Leu 


Ala 


Phe 




290 










295 










300 










Thr 


Tyr 


Leu 


Asn 


Ser 


Val 


Leu 


Asp 


Pro 


Val 


Leu 


Tyr 


Cys 


Phe 


Ser 


Ser 


305 










310 










315 










320 


Pro 


Asn 


Phe 


Leu 


His 


Gin 


Ser 


Arg 


Ala 


Leu 


Leu 


Gly 


Leu 


Thr 


Arg 


Gly 










325 










330 










335 




Arg 


Gin 


Gly 


Pro 


Val 


Ser 


Asp 


Glu 


Ser 


Ser 


Tyr 


Gin 


Pro 


Ser 


Arg 


Gin 








340 










345 










350 






Trp 


Arg 


Tyr 


Arg 


Glu 


Ala 


Ser 


Arg 


Lys 


Ala 


Glu 


Ala 


He 


Gly 


Lys 


Leu 



355 360 365 
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Lys Val Gin Gly Glu Val Ser Leu Glu Lys Glu Gly Ser Ser Gin Gly 
370 375 380 



<210> 17 
<211> 30 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : mouse TGR18 
gene specific primer oligo for 5 ■ RACE (Rapid 
Amplification of cDNA ends) 

<400> 17 

ggtagaactt ctaaggtcac taaggcccag 3 0 



<210> 18 
<211> 30 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : mouse TGR18 
nested gene specific primer oligo for 5' RACE 
(Rapid Amplification of cDNA ends) 

<400> 18 

aagttctcgg acagggtact tcatgagcag 3 0 



<210> 19 
<211> 30 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : mouse TGR18 
gene specific primer oligo for 3 ■ RACE (Rapid 
Amplification of cDNA ends) 

<400> 19 

ccatctctga ctttgctttc ctgtgcaccc 30 



<210> 20 
<211> 29 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : mouse TGR18 
nested gene specific primer oligo for 3 ■ RACE 
(Rapid Amplification of cDNA ends) 

<400> 20 

gcaaccgata tgtgcttcac accaacctc 29 
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<210> 21 
<211> 29 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : human TGR130.1 
gene specific primer oligo for 5 ' RACE (Rapid 
Amplification of cDNA ends) 

<400> 21 

gagagtgacc acatggttgg gaaaccagc 2 9 



<210> 22 
<211> 26 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : human TGR130.1 
nested gene specific primer oligo for 5' RACE 
(Rapid Amplification of cDNA ends) 

<400> 22 

gccagcacca ccctctgcag ctggta 26 



<210> 23 
<211> 29 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : human TGR130.1 
gene specific primer oligo for 3' RACE (Rapid 
Amplification of cDNA ends) 

<400> 23 

ccttcagaca ccttcgtctt caacctggc 29 



<210> 24 
<211> 27 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : human TGR130.1 
nested gene specific primer oligo for 3 1 RACE 
(Rapid Amplification of cDNA ends) 

<400> 24 

gcagccgagt cggcactgga ctttcac 27 



<210> 25 

<211> 24 

<212> DNA 

<213> Artificial Sequence 
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• 



<220> 

<223> Description of Artificial Sequence : primer 

oligonucleotide for PCR amplification of human 
TGR62 

<400> 25 

tgaccttctt catcatttga tgtg 

<210> 26 
<211> 22 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : primer 

oligonucleotide for PCR amplification of human 
TGR62 

<400> 26 

gataaagggc agacctgatt ca 



